S2 Supplementary Figures and captions Supplementary Figure S1. Geometry populations of dArmRP -one protein chain per asymmetric unit (AU). C α (P/P+2) of all internal repeat pairs of each chain (chain A) are plotted. The plot title indicates the PDB-ID of the structure analyzed. Here only one chain per AU is present, hence no averaging of C α (P/P+2) is possible. S3 Supplementary Figure S2. Geometry populations of dArmRP -one population per asymmetric unit (AU). C α (P/P+2) of all internal repeat pairs of each chain (shown in different colors and connected by lines, see legend) are plotted. The plot title indicates the PDB-ID of the structure analyzed. Here only one population per AU is present, hence geometry parameters of the same internal repeat pairs were averaged among all chains in the AU. Justifications for classifications in one or more populations are explained in Materials and Methods in the main text.
S4
Supplementary Figure S3 . Geometry populations of dArmRP -two populations per asymmetric unit (AU). C α (P/P+2) of all internal repeat pairs of each chain (shown in different colors and connected by lines, see legend) are plotted. The plot title indicates the PDB-ID of the structure analyzed. Here two populations per AU are present. Hence, in case of only two chains per AU, the geometry parameters of each chain were treated as independent measurement in the analysis dataset. If four chains are present in the AU, the geometry parameters were averaged among chains of the same population for each repeat pair. Chains within the same population are indicated by black boxes around the chain IDs in the legend.
Justifications for classifications in one or more populations are explained in Materials and Methods in the main text.
S5
Supplementary Figure S4 . Geometry populations of dArmRP -more than two populations per asymmetric unit (AU). C α (P/P+2) of all internal repeat pairs of each chain (shown in different colors and connected by lines, see legend) are plotted. The plot title indicates the PDB-ID of the structure analyzed. Here more than two populations per AU are present. Hence the geometry parameters were averaged among chains of the same population for each internal repeat pair and used as independent measurements in the analysis dataset. Chains within the same population are indicated by black boxes around the chain IDs in the legend.
Justifications for classifications in one or more populations are explained in Materials and Methods in the main text. Supplementary Table ST1 .
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Supplementary Tables
Crystallization conditions, data collection and refinement statistics. 
